greater than the percentage of all 1754 motifs identified experimentally as Gcn4-bound (31%). Thus, whereas a strong match to the consensus motif is the most important determinant of Gcn4 binding, motifs with inferior matches bind Gcn4 if located in sequences relatively depleted of nucleosomes. We attempted to identify other features that would improve the classification accuracy of the Gcn4 motifs, including accessibility to DNase I and occupancies of Abf1, H2A.Z, TBP and subunits of chromatin remodelers, but found only a marginal improvement of the classification accuracy using SVM (see Methods for further details). Gcn4 ( 
